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Summary
Two full-genome sequences of porcine circovirus type 3 (PCV3) are reported. The genomes were recovered from pooled serum samples from sows who had just delivered litters with variable numbers of stillbirths. The two circular genomes (PCV3-BR/RS/6 and PCV3-BR/RS/8) are 2,000 nucleotides long and contain two open reading frames (ORFs) oriented in opposite directions that encode the putative capsid (Cap) and replicase (Rep) proteins. The intergenic region contains a stem-loop motif, as reported for other circoviruses. Rolling circle replication motifs and putative helicase domains were identified in the Rep coding region. The degree of overall nucleotide similarity between the genomes reported here and those available at GenBank was higher than 97%. No PCV3 sequence was detected in pooled serum samples from sows which had no stillbirths on the same farms. However, further studies are necessary to confirm the association between PCV3 and the occurrence of stillbirths.
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| INTRODUCTION
Porcine circoviruses (PCVs) are members of Circovirus genus, currently divided into two types, porcine circovirus type 1 (PCV1) and 2 (PCV2) (ICTV, 2012) . Circoviruses are non-enveloped viruses with single-stranded, small circular DNA genomes (~2 kb). In 2016, a novel viral genome, named porcine circovirus type 3 (PCV3), was identified in the United States in pigs with cardiac and multisystemic inflammation (Phan et al., 2016) . Shortly after, PCV3 was identified in sows with skin lesions consistent with porcine dermatitis and nephropathy syndrome (PDNS) and reproductive failure, as well as in aborted fetuses (Palinski et al., 2017) . Interestingly, no PCV2 genomes were detected in those studies, though those conditions are often associated with PCV2 infections (Palinski et al., 2017; Phan et al., 2016) . In China, PCV3 genomes were identified in piglets with anorexia, fever and respiratory disease, negative for PCV2, porcine reproductive and respiratory syndrome virus (PRRSV) and pseudorabies virus (Shen et al., 2017) ; in addition, PCV3 was also suspected to be associated with reproductive failure . These reports are of particular importance in view that PCV3 may play some role in the aetiology of such conditions, all highly significant in swine production. In Poland, PCV3 genomes were detected in sera of sows and 3-20 weeks pigs in 12 of 14 farms. Here, we report two complete PCV3 genome sequences, identified in pooled serum samples of sows which had just given birth to litters with variable numbers of stillbirths (one to four stillbirths per litter).
| MATERIALS AND METHODS
The serum pools, one from three and another from six sows, were collected immediately after birth in two independent piglet-producing units (farms A and B) in Southern Brazil. Control serum pools from five (farm A) and ten (farm B) sows which delivered litters with no stillbirths were collected at the same farms. Serum samples were filtered (0.22 lm) and centrifuged at 150,0009 g for 4 hr at 4°C. The pellet so obtained was treated with nucleases and viral DNA extracted using a standard phenol protocol (Sambrook & Russell, 2001 ). Viral DNA was enriched by multiple displacement amplification (MDA) using /29 DNA polymerase (Dean et al., 2002) . A DNA library was prepared with the Nextera kit (Illuminaâ) and sequenced with the Miseq v2 300 kit using a Illumina Miseq TM platform. Multiple alignment of the sequences reported here and additional 23 genome sequences of PCV3 was performed with MUSCLE (Edgar, 2004) . Sequence identity was estimated with the SDT v. 1.2 software (Muhire, Varsani, & Martin, 2014) . Phylogenetic tree reconstruction was performed using the maximum likelihood method based on the best-fit Hasegawa-Kishino-Yano model with gamma distribution in MEGA 7.0.18 software (Kumar, Stecher, & Tamura, 2016) . Bootstrap values were calculated with 1,000 replicates.
Recombination between the 25 full-genome sequences was tested using the PHI test for recombination with the SplitsTree4 software (v. 4.14.5).
| RESULTS AND DISCUSSION
A total of 357,306 (farm A) and 459,648 (farm B) paired-end reads were generated and de novo assembled with aid of the metaSPAdes genome assembler (v. 3.9.1) (Nurk, Meleshko, Korobeynikov, & Pevzner, 2017) . The retrieved contigs were analysed using BaseSpace Cloud database. All assemblies were confirmed by mapping reads to contigs generated by metaSPAdes with the Geneious software (v. 8. Here, the two PCV3 genomes reported were recovered from sows which had just given birth to litters with 1-4 cases of stillbirths. No PCV3 genomes were recovered from control sows on the same farms, which had no stillbirth events. Other authors associated PCV3 with cases of cardiac and multisystemic inflammation (Phan et al., 2016) , PDNS, reproductive failure (Palinski et al., 2017) , pyrexia and respiratory disease (Shen et al., 2017) . In addition, high PCV3 viral loads were found in aborted fetuses by qPCR (Palinski et al., 2017) . In this study, though it was not possible to establish a clear causal relationship between PCV3 and stillbirths, these findings suggest that PCV3 may bear some association with the occurrence of stillbirths. Nevertheless, further investigations are necessary to establish any possible link between PCV3 and stillbirths.
To the knowledge of the authors, this is the first report on the identification of PCV3 genomes in South America. The two complete genomes were recovered from sera of sows which had just given birth to litters with stillbirth in two different farms. To date, PCV3
